INTRODUCTION
According to gene-for-gene concept (F l o r, 1971) , the parasite population differentiation methods were developed (J o h n s o n and B r o w d e r, 1966). Only few Lr genes in near isogenic lines (NIL, products of backcrossing with variety Thatcher), expressed the hypersensitive resistance to the virulence in the investigated European parasite populations (M e s t e r h a z y et al., 2000) . The logical consequence in applied breeding for the resistance was pyramiding of specific single genes effective to the population parts. There was attempt to use the term pyramiding for any case of genes for resistance relative to parent's efficient accumulation (R o l f s et al., 1992) . The basis of the enhanced hypersensitive or partial resistance was the aim of many studies ( S a m b o r s k i and D y c k, 1982; M o m å i l o v i ã and J e r k o v i ã, 1985). Inheritance of the trait was mostly explainable parallel by eliminating the sup-pressor genes during the wheat breeding (K y o s a w a and N o m u r a, 1997). With aim to avoid mentioned parallelism, the method that involved the Lr near isogenic lines as fathers for gene identification was applied (J e r k o v i ã, 1992; M i ã a n o v i ã, 2002). The resistant genes identification across the molecular markers without observed interactions with pathogen has promoted the inventarisation of the genotype resistance potential. Benefit was in relatively quickly decreased number of involved genes. According to studies of F 2 generation defining necessary minimum of the genes for the efficient resistance in the particular wheat growing regions could be helpful for breeding to obligate parasites resistance purpose in future.
The aim of the study was to investigate the number and way of action in of the genes for hypersensitive seedling resistance to Puccinia triticina in Serbia in different cytoplasm as involvement of the very common Lr 26 and Lr 34 genes in the trait expression.
MATERIALS AND METHODS
The winter wheat genotypes with different expression of the resistance as partial: Lr 26 NIL (not Thatcher cytoplasm), Lr 34, Lr 38 NILs (Thatcher cytoplasm) (M c I n t o s h, 1988) and Holly; incomplete but hypersensitive: Sreãa, Vila; complete: Pliska, BM 6, BM 26 and BM 242, to the Puccinia triticina isolate from the most resistant in the region nowadays grown winter wheat variety Pesma, by the virulence of race 2 (J o h n s t o n and B r o w d e r, 1966) were crossed. F 2 progenies were simultaneously tested in the greenhouse at air temperature around 20°C during the February 2005. The spores were trashed from susceptible variety Novosadska Rana 2. The estimation of the reaction types according to the scale 0-4 (RT) (S t a k m a n et al., 1962) was 12 days after infection. The plants with RTs 0-3 were counted as resistant (HR). The frequency of hypersensitive resistant plants (PR) was the result of divided resistant and total number of plants. The agreement probability of experimental and expected two or three hybrid segregation ratios (SR) beside resistant (R) and susceptible (S) plants were calculated according to the x 2 test schedule.
RESULTS AND DISCUSSION
The partially recessive inherited suppressor of the resistance linked with Lr 34 was more efficient in cytoplasm of variety Pliska then in Thatcher one. Amount of at least three dominant genes (RlRlR2r2) controlled hypersensitive resistance of plants, were proved according to achieved SR near expected 5R: 11S in F2 Pliska x Lr 34 NIL (Table 1) . Heterozygous suppressor on 7D chromosome and heterozygous two resistant genes produced susceptibility. Suppressor on mentioned chromosome for stem rust resistance genes was detected by D y c k (1987). Segregation ratio (SR) 9R:7S when Pliska was crossed with Lr 38 NIL was associated with the complementary effect of the resistant genes in the mentioned variety, as 45R:19S (FR = 0.70) did when Lr 26 was added. The Lr 38 NIL was resistant to parasite population in Hungary while Lr 26 and Lr 34 NILs were susceptible according to RT (M a n n i n g e r, 2002). In Serbia, Lr 38 NIL was susceptible. The high percent of the resistant plants in the progeny of Lr 34 NIL x Pliska, when mentioned NIL was the donor of cytoplasm leaded to conclusion that resistance genes inherited from variety had independent single effect. Such acted but different two genes were in BM 26. One single gene for resistance from BM 6 and BM 242 (according to same RT as in previous studies Lr 19) was detected. Last mentioned gene was located at the same chromosome as Lr 34. If these two genes were present in progenies, expected FR had to be 0.94. Lr 34 was in that case complementary to another gene from Pliska. The expected FR was near to achieve, as 0.89 also. So, the only prove of Lr 34 absence in Pliska was the result of progeny from the cross when Lr 34 NIL was not the cytoplasm donor. In the case of Lr 34 carrying chromosome presence in Pliska the linked suppressor effect had to be overcome by genes for resistance accumulation. Recessive inheritance of the resistance was excluded according to the results of The mentioned NILs were used as fathers in the crosses. The relatively increased FR in comparison to other progenies was the signal of the particular of noticed known genes presence in the investigated resistant material (M i ã a n o v i ã, 2002). The one of conclusions from presented results was that Thatcher and NILs had to be used as fathers with purpose to prove complementary effect and linked resistance enhancement. The last trait was previously dependable to particular resistant genes amount in the progenies. Single effective dominantly inherited gene like Lr 9, Lr 19 or Lr 24 (sometimes called strong) was also recognized in two BM lines. They were more efficient throw lower RT without necrosis supported by other resistance genes. Such resistance of genotypes carried Lr 26, Lr 19 and Lr 24 accumulation was described by W a n i s h e and M i l u s (2004). The enhanced resistance and linked FR decrease was dependant to gene from B genome (Lr 26). Such was previously noticed by K o l m e r (2003).
